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FIGURE 6 contd 
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(291) - - 

(984) - - - - 

(701) - 

(770) - ---- - - _. 

(1017) --- - --- -- - _. 

(981) - - 

(990) 

(700) 

(1073) CCACCXCGACTAACXaCAGATGCCCACTAGGGCGTG 

(692) 

(1003) 

(983) - — 

(981) - 

(997) --- 

(647) 

(441) — -- 

(683) - — — 

(1051) 

(927) --- 

(1033) -- 

(691) - - 

(744) - 

(1) - — 

(1201) 



ENV GENOMIC HERV MDA 
ENV GENOMIC HERV-K TAN. 
ENV GENOMIC AC025420 
ENV GENOMIC AP000776 
ENV GENOMIC HERV-K8 
ENV GENOMIC HERV-KI 
ENV HERV-K AF023261 
ENV GEN AL035086 
ENV GENOMIC AL035587 
ENV GENOMIC AC012068 
ENV GENOMIC AF277315 
ENV GENOMIC AF0276S0 
ENV GENOMIC AC078899 
ENV GENOMIC HERV-KI I 
ENV GENOMIC AC008813 
ENV GENOMIC AC012309 
ENV GENOMIC ALU 193 2 
ENV GENOMIC AD000090 
ENV GEN AL160008 
ENV GENOMIC HEU32496 
ENV GENOMIC AC011467 
ENV GENOMIC AF235103 
ENV GENOMIC AC026786 
ENV GENOMIC AC034203 
ENV GENOMIC AC018809 
ENV GENOMIC HERV-KI 02 AF164610 
ENV GENOMIC FRAG. AF2602S3 



1281 1360 

(967) 

(984) - — 

(981) -- _- 

(984) 

(291) 

(984) 

(701) 

(770) - 

(1017) - 

(981) .- 

(990) --- 

(700) — — 

(1153) ACCACTCCTCACCCAGCATCCATAAAAGCGOGCTX5CACCTTTCGC^ 

(692) ------- — - 

(1003) 

(983) - 

(981) - - 

(997) 

(647) — 

(441) 

(683) --- -- 

(1051) 

(927) - --- 

(1033) -- - 

(691) - 

(744) — - 

(1) 

(1281) 



ENV GENOMIC HERV MDA 
ENV GENOMIC HERV-K TAN. 
ENV GENOMIC AC025420 
ENV GENOMIC AP000776 
ENV GENOMIC HERV-K8 
ENV GENOMIC HERV-KI 
ENV HERV-K AF023261 
ENV GEN AL035086 
ENV GENOMIC AL035587 
ENV GENOMIC AC012068 
ENV GENOMIC AF277315 
ENV GENOMIC AF027650 
ENV GENOMIC AC078899 
ENV GENOMIC HERV-KI I 
ENV GENOMIC AC008813 
ENV GENOMIC AC012309 
ENV GENOMIC AL121932 
ENV GENOMIC AD000090 
ENV GEN AL160008 
ENV GENOMIC HEU32496 
ENV GENOMIC AC011467 
ENV GENOMIC AF235103 
ENV GENOMIC AC026786 
ENV GENOMIC AC034203 
ENV GENOMIC AC018B09 
ENV GENOMIC HERV-K102 AF164610 
ENV GENOMIC FRAG. AF2602S3 
CONSENSUS 



1361 1440 

(967) - 

(984) - - 

(981) - 

(984) - - - - 

(291) --- — 

(984) --- - 

(701) : r __. 

(770) - - - --- - 

( 10 17) - 

(981) - - -- 

(990) 

(700) - 

(1233) ACCGGAGAGCTCIAATAAAGAAGATTTTTGCCCTCT 

(692) — - 

(1003) - 

(983) - 

(981) 

(997) - 

(647) 

(441) 

(683) 

(1051) 

(927) - 

(1033) --- 

(691) 

(744) — 

(1) --- - - --- 

(1361) 
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FIGURE 6 conto... 



ENV GENOMIC HERV MDA (967) 

ENV GENOMIC HERV-K TAN. (984) 

ENV GENOMIC AC025420 (981) 

ENV GENOMIC AP000776 (984) 

ENV GENOMIC HERV- KB (291) 

ENV GENOMIC HERV-KI (984) 

ENV HERV-K AF023261 (701) 

ENV GEN AL035086 (770) 

ENV GENOMIC AL035587 (1017) 

ENV GENOMIC AC012068 (981) 

ENV GENOMIC AF27731S (990) 

ENV GENOMIC AF027650 (700) 

ENV GENOMIC AC078899 (1313) 

ENV GENOMIC HERV-KI I (692) 

ENV GENOMIC AC008813 (1003) 

ENV GENOMIC AC012309 (983) 

ENV GENOMIC AL121932 (981) 

ENV GENOMIC ADO 000 90 (997) 

ENV GEN AL160008 (647) 

ENV GENOMIC HEU32496 (441) 

ENV GENOMIC AC011467 (683) 

ENV GENOMIC AP235103 (1051) 

ENV GENOMIC AC026786 (927) 

ENV GENOMIC AC034203 (1033) 

ENV GENOMIC AC018809 (691) 

ENV GENOMIC HERV-KI 02 AP164S10 (744) 

ENV GENOMIC FRAG. AF260253 (1) 
(1441) 






CC GACCAAA TA T AGTCCTGTT CTGGTCCTGAACATCCAGAATTATGGA GCTTACTGTGGCC 



ENV GENOMIC HERV MDA (1031) 

ENV GENOMIC HERV-K TAN. (10S3) 

ENV GENOMIC AC02S420 (1050) 

ENV GENOMIC AP000776 (1053) 

ENV GENOMIC HERV-K8 (291) 

ENV GENOMIC HERV-KI (1053) 

ENV HERV-K AF023261 (701) 

ENV GEN AL035086 (839) 

ENV GENOMIC AL035587 (1086) 

ENV GENOMIC AC012068 (1046) 

ENV GENOMIC AF277315 (1059) 

ENV GENOMIC AF027650 (700) 

ENV GENOMIC AC078899 (1393) 

ENV GENOMIC HERV-KI I (757) 

ENV GENOMIC AC008813 (1072) 

ENV GENOMIC AC012309 (1052) 

ENV GENOMIC AL121932 (1050) 

ENV GENOMIC AD00O090 (1066) 

ENV GEN AL160008 (647) 

ENV GENOMIC HEU32496 (441) 

ENV GENOMIC AC011467 (727) 

ENV GENOMIC AF235103 (1120) 

ENV GENOMIC AC026786 (996) 

ENV GENOMIC AC034203 (1102) 

ENV GENOMIC AC018809 (760) 

ENV GENOMIC HERV-K102 AF164610 (813) 

ENV GENOMIC FRAG. AF260253 (1) 
(1521) 





TCA ACCACATTAGAATTTGGTCTGGAAATCAA CT TAGAAACAAGAGATC TAAGCCAT TTATACTATC ACCTAA 



ENV GENOMIC HERV MDA 
ENV GENOMIC HERV-K TAN. 
ENV GENOMIC AC025420 
ENV GENOMIC AP000776 
ENV GENOMIC HERV-K8 
ENV GENOMIC HERV-KI 
ENV HERV-K AF023261 
ENV GEN AL035086 
ENV GENOMIC AL03S587 
ENV GENOMIC AC012068 
ENV GENOMIC AF277315 
ENV GENOMIC AF027650 
ENV GENOMIC AC078899 
ENV GENOMIC HERV-KI I 
ENV GENOMIC AC008813 
ENV GENOMIC AC012309 
ENV GENOMIC AL121932 
ENV GENOMIC AD000090 
ENV GEN AL16O0O8 
ENV GENOMIC HEU32496 
ENV GENOMIC AC011467 
ENV GENOMIC AF235103 
ENV GENOMIC AC026786 
ENV GENOMIC AC034203 
ENV GENOMIC AC016809 
ENV GENOMIC HERV-KI 02 AF164610 
ENV GENOMIC FRAG. AF260253 




(1110) M 
(1132) 

(1129) ItHcj& 

(1132) K^jjg^j 

(291) 

(H32) feM»B 

(701) 

(918) K" 

(1165) K 

(1125) f _ 

(ii38) ta&afos 

(700) 
(1472) 

(836) 
(1151) 
(1131) 
(1130) 
(1143) 

(647) 

(441) 

(806) 
(1199) 
(1075) 
(1181) 

(839) 

(892) 
(1) 
(1601) 





ATTCCAGTCT ACA TTCCTTT CAAAGTTG GTAAAGCCCCCTTATAT GCTAGTTGTAGGAAATA TAGTTATTAAA 
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FIGURE 6 contd... 



ENV GENOMIC HERV MDA 
ENV GENOMIC HERV-K TAN. 
ENV GENOMIC AC025420 
ENV GENOMIC AP000776 
ENV GENOMIC HERV-K8 
ENV GENOMIC HERV-KI 
ENV HERV-K AF023261 
ENV GEN AL035086 
ENV GENOMIC AL035S87 
ENV GENOMIC AC012068 
ENV GENOMIC AP277315 
ENV GENOMIC AF027650 
ENV GENOMIC AC078899 
ENV GENOMIC HERV-KII 
ENV GENOMIC ACO08613 
ENV GENOMIC AC012309 
ENV GENOMIC AL121932 
ENV GENOMIC AD000090 
ENV GEN AL160008 
ENV GENOMIC HEU32496 
ENV GENOMIC AC011467 
ENV GENOMIC AF235103 
ENV GENOMIC AC026786 
ENV GENOMIC AC034203 
ENV GENOMIC AC018809 
ENV GENOMIC HERV- Kl 02 AF164610 
ENV GENOMIC FRAG. AF2 60253 
CONSENSUS 





(1190) 
(1209) 
(1206) 
(1209) 
(291) 
(1209) 
(701) 
(995) 
(1242) 
(1202) 
(1215) 
(700) 
(1549) 

(913 
(1228) 
(1208) 
(1207) 
(1220) 
(647) 
(441) 
(883) 
(1276) 
(1152) 
(1258) 
(916) 
(969) 
(1) 

(1681) CCAGA TCCCAAACTATA ACCTGTGAAAATTGTAGATTGTTTACTTGCA^ 





*AGATT(jmAch-*rGCA'TTGAlT< 

vrj^TA^TramAci v rG6n^.Ti , < 

iGAlJ^I^AC^^CAl'^^Tl'' 




ENV GENOMIC HERV MDA (1268) 

ENV GENOMIC HERV-K TAN. (1287) 

ENV GENOMIC AC025420 (1284) 

ENV GENOMIC APO0O776 (1287) 

ENV GENOMIC HERV-K8 (291) 

ENV GENOMIC HERV-KI (1287) 

ENV HERV-K AF023261 (701) 

ENV GEN AL035086 (1073) 

ENV GENOMIC AL035587 (1320) 

ENV GENOMIC AC012068 .(1280) 

ENV GENOMIC AF277315 (1293) 

ENV GENOMIC AF027650 (700) 

ENV GENOMIC AC078899 (1627) 

ENV GENOMIC HERV-KII (991) 

ENV GENOMIC ACO08813 (1238) 

ENV GENOMIC AC012309 (1288) 

ENV GENOMIC AL121932 (1285) 

ENV GENOMIC AD000090 (1298) 

ENV GEN AL160008 (647) 

ENV GENOMIC HEU32496 (441) 

ENV GENOMIC AC011467 (961) 

ENV GENOMIC AF23S103 (1354) 

ENV GENOMIC AC026786 (1230) 

ENV GENOMIC AC034203 (1336) 

ENV GENOMIC AC018809 (992) 

ENV GENOMIC HERV-K102 AF164610 (1047) 

ENV GENOMIC FRAG. AF260253 (1) 
(1761) 



. AGAGCAAOAGAGpaC ^TGGATCCCTG-rGTCCATGGACCGACCG' 
GAGAGCAAGAG^^CfnpJxiGATCr 





P^gcAPfA^^IHG 






ATTCTGCT GTGAGAGCAAGAGA GG GTGTGGAT 



ATGGACCGACCGTGGGAGGC TC CCATCC TCCA 



ENV GENOMIC HERV MDA (1348) 

ENV GENOMIC HERV-K TAN. (1367) 

ENV GENOMIC AC025420 (1364) 

ENV GENOMIC AP000776 (1367) 

ENV GENOMIC HERV-K8 (291) 

ENV GENOMIC HERV-KI (1367) 

ENV HERV-K AF023261 (701) 

ENV GEN AL035086 (1153) 

ENV GENOMIC AL03S587 (1399) 

ENV GENOMIC AC012068 (1360) 

ENV GENOMIC AF277315 (1373) 

ENV GENOMIC AF0276S0 (700) 

ENV GENOMIC AC078899 (1707) 

ENV GENOMIC HERV-KII (1071) 

ENV GENOMIC AC008813 (1238) 

ENV GENOMIC AC012309 (1368) 

ENV GENOMIC AL121932 (1365) 

ENV GENOMIC AD000090 (1378) 

ENV GEN AU.60008 (647) 

ENV GENOMIC HEU32496 (441) 

ENV GENOMIC AC011467 (1041) 

ENV GENOMIC AF235103 (1434) 

ENV GENOMIC AC026786 (1310) 

ENV GENOMIC AC034203 (1403) 

ENV GENOMIC AC018809 (1072) 

ENV GENOMIC HERV-KI 02 AF164610 (1127) 

ENV GENOMIC FRAG. AF260253 (1) 
(1841) 






&T<$£TTT*^^ TC 



lA ttAfl A Tfi^AAAAt&TTITftTT^ 



TATTTT AC GAAGTATTAAAAGG TT TAA TAGATCCAAAAGATTCATTTTTACTTTAATTGCAGTGATTATGGG 
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FIGURE 6 contd. 



ENV GENOMIC HERV MDA (1428) 

ENV GENOMIC HERV-K TAN. (1447) 

ENV GENOMIC AC025420 (1444) 

ENV GENOMIC AP000776 (1447) 

ENV GENOMIC HERV-K8 (291) 

ENV GENOMIC HERV-KI (1447) 

ENV HERV-K AF023261 (701) 

ENV GEN AL035086 (1233) 

ENV GENOMIC AL035587 (1475) 

ENV GENOMIC AC012068 (1440) 

ENV GENOMIC AF277315 (1453) 

ENV GENOMIC AF027650 (700) 

ENV GENOMIC AC078899 (1786) 

ENV GENOMIC HERV-KI I (1151) 

ENV GENOMIC AC008813 (1238) 

ENV GENOMIC AC012309 (1448) 

ENV GENOMIC AL121932 (1444) 

ENV GENOMIC AD000090 (1458) 

ENV GEN AL160008 (647) 

ENV GENOMIC HEU32496 (441) 

ENV GENOMIC AC011467 (1121) 

ENV GENOMIC AF235103 (1514) 

ENV GENOMIC AC026786 (1390) 

ENV GENOMIC AC034203 (1403) 

ENV GENOMIC AC018809 (1151) 

ENV GENOMIC HERV-KI 02 AF164610 (1207) 

ENV GENOMIC FRAG. AF260253 (1) 

CONSENSUS (1921) 





T ATTGCAGTCACAGCTAC GCTGC G GC GGA TTGC TT CACTC TCTGTTCA C G A A T TOT AAT AT 



ENV GENOMIC HERV MDA (1508) 

ENV GENOMIC HERV-K TAN. (1527) 

ENV GENOMIC AC025420 (1524) 

ENV GENOMIC AP000776 (1527) 

ENV GENOMIC HERV-K8 (291) 

ENV GENOMIC HERV-KI (1527) 

ENV HERV-K AF023261 (701) 

ENV GEN AL035086 (1313) 

ENV GENOMIC AL035587 (1555) 

ENV GENOMIC AC012068 (1520) 

ENV GENOMIC AF277315 (1533) 

ENV GENOMIC AF027650 (700) 

ENV GENOMIC AC078899 (1788) 

ENV GENOMIC HERV-KI I (1231) 

ENV GENOMIC AC008813 (1238) 

ENV GENOMIC AC012309 (1528) 

ENV GENOMIC AL121932 (1524) 

ENV GENOMIC AD000090 (1538) 

ENV GEN AL160006 (647) 

ENV GENOMIC HEU32496 (441) 

ENV GENOMIC AC011467 (1201) 

ENV GENOMIC AF235103 (1594) 

ENV GENOMIC AC026786 (1470) 

ENV GENOMIC AC034203 (1403) 

ENV GENOMIC AC018809 (1231) 

ENV GENOMIC HERV-KI 02 AF164610 (1287) 

ENV GENOMIC FRAG. AF260253 (1) 
(2001) 



• " - ' ■ 







TGGCAAAA AA TTC CAA ATTGTGGAATTC CA A C AT GATCAAAAATTGGCAAATCAAATTAATGATCTT 



ENV GENOMIC HERV MDA (1586) 

ENV GENOMIC HERV-K TAN. (1605) 

ENV GENOMIC AC025420 (1602) 

ENV GENOMIC AP000776 (1605) 

ENV GENOMIC HERV-K8 (291) 

ENV GENOMIC HERV-KI (1605) 

ENV HERV-K AF023261 (701) 

ENV GEN AL0350B6 (1392) 

ENV GENOMIC AL035587 (1633) 

ENV GENOMIC AC012068 (1598) 

ENV GENOMIC AF277315 (1611) 

ENV GENOMIC AF027650 (700) 

ENV GENOMIC AC078899 (1864) 

ENV GENOMIC HERV-KII (1309) 

ENV GENOMIC AC008813 (1238) 

ENV GENOMIC AC012309 (1606) 

ENV GENOMIC AL121932 (1538) 

ENV GENOMIC AD000090 (1616) 

ENV GEN AL160008 (647) 

ENV GENOMIC HEU32496 (441) 

ENV GENOMIC AC011467 (1279) 

ENV GENOMIC AF235103 (1672) 

ENV GENOMIC AC026786 (1548) 

ENV GENOMIC AC034203 (1403) 

ENV GENOMIC AC018809 (1309) 

ENV GENOMIC HERV-KI 02 AF164610 (1365) 

ENV GENOMIC FRAG. AF2 60253 (1) 

CONSENSUS (2081) 





AGACAAACTOTCATTTGGATGGGAGA AG CTCATGAGCTT GAA ATC TTT CAGTTACA TGTGACTGGAATACGTC 
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FIGURE 6 contd.. 



ENV GENOMIC HERV MDA (1664) 

ENV GENOMIC HERV-K TAN. (1685) 

ENV GENOMIC AC025420 (1682) 

ENV GENOMIC AP000776 (1685) 

ENV GENOMIC HERV-K8 (291) 

ENV GENOMIC HERV-KI (1685) 

ENV HERV-K AF023261 (701) 

ENV GEN AL035086 (1472) 

ENV GENOMIC AL03S587 (1713) 

ENV GENOMIC AC012068 (1678) 

ENV GENOMIC AF277315 (1691) 

ENV GENOMIC AF027650 (700) 

ENV GENOMIC AC078899 (1944) 

ENV GENOMIC HERV-KI I (1389) 

ENV GENOMIC AC008813 (1238) 

ENV GENOMIC AC012309 (1682) 

ENV GENOMIC AL121932 (1538) 

ENV GENOMIC AD000090 (1696) 

ENV GEN AL160008 (647) 

ENV GENOMIC HEU324 96 (441) 

ENV GENOMIC AC011467 (1359) 

ENV GENOMIC AF235103 (1752) 

ENV GENOMIC AC026786 (1626) 

ENV GENOMIC AC034203 (1403) 

ENV GENOMIC AC018809 (1389) 

ENV GENOMIC HERV-KI 02 AF164610 (1445) 

ENV GENOMIC FRAG. AF260253 (1) 
(2161) 





rATAATG AGTCTG AG CATCACTGg'gaCATGG Tl'AG^' 
^TAA'IGAGTCTGAQCATCACTCGGAC^Tr ~ " 

^tGAGrcr,AO,^CAcrS|i^ 



ATT^jfi&TJSai 



>G ATiTITG TATTACAC 

"ArrrmsTATTACAo 



GCCjlWr'AATGAGT^I 

'^T^C^j^ATl 




'3#ACATGG| 



AGATTTTTGTATTACACC CAA TATAATGAGTCTGAGCATCACTGGGACATGGTTAGA GCCATCTACA GGAAGAG 



01 

a 



iU 



ENV GENOMIC HERV MDA (1744) 

ENV GENOMIC HERV-K TAN. (1765) 

ENV GENOMIC AC025420 (1762) 

ENV GENOMIC AP000776 (1765) 

ENV GENOMIC HERV-K8 (291) 

ENV GENOMIC HERV-KI (1765) 

ENV HERV-K AF023261 (701) 

ENV GEN AL035086 (1552) 

ENV GENOMIC AL03S587 (1793) 

ENV GENOMIC AC012068 (1758) 

ENV GENOMIC AF277315 (1771) 

ENV GENOMIC AF027650 (700) 

ENV GENOMIC AC078899 (2024) 

ENV GENOMIC HERV-KI I (1469) 

ENV GENOMIC AC008813 (1238) 

ENV GENOMIC AC012309 (1762) 

ENV GENOMIC AL121932 (1538) 

ENV GENOMIC AD000090 (1776) 

ENV GEN AL160008 (647) 

ENV GENOMIC HEU32496 (441) 

ENV GENOMIC AC011467 (1439) 

ENV GENOMIC AF235103 (1832) 

ENV GENOMIC AC026786 (1706) 

ENV GENOMIC AC034203 (1403) 

ENV GENOMIC AC018809 (1468) 

ENV GENOMIC HERV-K102 AF164610 (1525) 

ENV GENOMIC FRAG. AF260253 (29) 
(2241) 






^mijTC^T'cA>j4GCC^ 
EAAA2!T^^ 

S^®ra^GG^^Gci-i-A 



AAGATAATCT ACTTTAGACATTTC AAATTAAAAGAA 



CAAATTTT AA CATCAAAAGCCCATT 



ENV GENOMIC HERV MDA (1824) 

ENV GENOMIC HERV-K TAN. (1831) 

ENV GENOMIC AC025420 (1828) 

ENV GENOMIC AP000776 (1831) 

ENV GENOMIC HERV-K8 (291) 

ENV GENOMIC HERV-KI (1831) 

ENV HERV-K AF023261 (701) 

ENV GEN AL035086 (1618) 

ENV GENOMIC AL035587 (1859) 

ENV GENOMIC AC012068 (1824) 

ENV GENOMIC AF277315 (1837) 

ENV GENOMIC AF027650 (700) 

ENV GENOMIC AC078899 (2090) 

ENV GENOMIC HERV-KI I (1535) 

ENV GENOMIC AC008813 (1238) 

ENV GENOMIC AC012309 (1826) 

ENV GENOMIC AL121932 (1538) 

ENV GENOMIC AD000090 (1842) 

ENV GEN AL160008 (647) 

ENV GENOMIC HEU32496 (441) 

ENV GENOMIC AC011467 (1505) 

ENV GENOMIC AF235103 (1896) 

ENV GENOMIC AC026786 (1772) 

ENV GENOMIC AC034203 (1403) 

ENV GENOMIC AC018809 (1534) 

ENV GENOMIC HERV-K102 AF164610 (1591) 

ENV GENOMIC FRAG. AF260253 (79) 
(2321) 



, _ . r il^CCAGG AACTG AC . 

^AiUTrra^ccAG<nA 





E^^^^S^IaSagS^catgg-E 



S^SlSSi^^SlicAGG^liSS^SGTj^^^^S^^^BG 



^ ATWA4bcTOtCACT^ 



GCAAlgGCAGA- - -Q fr&^TQQCCTd ^ 



TAAATTTGGTGCCAGGAACTGAGGCAAT G AG TGCTGATGGCCTC CAAATCTTAArcCTGTCACTTGGGTTAA 
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FIGURE 6 contd... 



ENV GENOMIC HERV MDA (1904) 

ENV GENOMIC HERV-K TAN. (1911) 

ENV GENOMIC AC025420 (1908) 

ENV GENOMIC AP000776 (1911) 

ENV GENOMIC HERV-K8 (291) 

ENV GENOMIC HERV-KI (1906) 

ENV HERV-K AF023261 (701) 

ENV GEN AL035086 (1698) 

ENV GENOMIC AL035587 (1933) 

ENV GENOMIC AC012068 (1904) 

ENV GENOMIC AF277315 (1917) 

ENV GENOMIC AF027650 (700) 

ENV GENOMIC AC078899 (2170) 

ENV GENOMIC HERV-KI I (1615) 

ENV GENOMIC AC008813 (1238) 

ENV GENOMIC AC012309 (1905) 

ENV GENOMIC AL121932 (1538) 

ENV GENOMIC AD000090 (1922) 

ENV GEN AL160008 (647) 

ENV GENOMIC HEU32496 (441) 

ENV GENOMIC AC011467 (1585) 

ENV GENOMIC AF235103 (1978) 

ENV GENOMIC AC026786 (1852) 

ENV GENOMIC AC034203 (1403) 

ENV GENOMIC AC018809 (1614) 

ENV GENOMIC HERV-K102 AF164610 (1671) 

ENV GENOMIC FRAG. AF260253 (151) 
(2401) 




C IX3TCT GTTGT1 

i^l T J^TpTTGrj 
. .'GIT] T rcTCTjSTTGTI - - 




ACCAT GAAGT C AC ATT TAAAT TCATATTAATCCTTGT TGCCTGTT TGTCTGTTGTT AGTCT CAGGTGT 



ENV GENOMIC HERV MDA 
ENV GENOMIC HERV-K TAN. 
ENV GENOMIC AC025420 
ENV GENOMIC AP000776 
ENV GENOMIC HERV- KB 
ENV GENOMIC HERV-KI 
ENV HERV-K AF023261 
ENV GEN AL035086 
ENV GENOMIC AL035587 
ENV GENOMIC AC012068 
ENV GENOMIC AF277315 
ENV GENOMIC AFO27650 
ENV GENOMIC AC078899 
ENV GENOMIC HERV-KI I 
ENV GENOMIC AC008813 
ENV GENOMIC AC012309 
ENV GENOMIC AL121932 
ENV GENOMIC AD000090 
ENV GEN AL160008 
ENV GENOMIC HEU32496 
ENV GENOMIC AC011467 
ENV GENOMIC AF235103 
ENV GENOMIC AC026786 
ENV GENOMIC AC034203 
ENV GENOMIC AC018809 
ENV GENOMIC HERV-KI 02 AF164610 
ENV GENOMIC FRAG. AF260253 





A CCA CAGCTCCGAAGAGACAGCGACCA C AGAACGGGCCATGATGACGATGG GGTTTTGTC AAAAGAAAAGGGGG 



ENV GENOMIC HERV MDA (2062) 

ENV GENOMIC HERV-K TAN. (2069) 

ENV GENOMIC AC02S420 (2066) 

ENV GENOMIC AP000776 (2069) 

ENV GENOMIC KERV-K8 (291) 

ENV GENOMIC HERV-KI (2064) 

ENV HERV-K AF023261 (701) 

ENV GEN AL035086 (1856) 

ENV GENOMIC AL035587 (2086) 

ENV GENOMIC AC012068 (2062) 

ENV GENOMIC AF277315 (2075) 

ENV GENOMIC AF027650 (700) 

ENV GENOMIC AC078899 (2328) 

ENV GENOMIC HERV-KI I (1773) 

ENV GENOMIC AC008813 (1238) 

ENV GENOMIC AC012309 (2063) 

ENV GENOMIC AL121932 (1538) 

ENV GENOMIC AD000090 (2080) 

ENV GEN AL160008 (647) 

ENV GENOMIC HEU32496 (441) 

ENV GENOMIC AC011467 (1699) 

ENV GENOMIC AF235103 (2136) 

ENV GENOMIC AC026786 (2010) 

ENV GENOMIC AC034203 (1403) 

ENV GENOMIC AC018809 (1774) 

ENV GENOMIC HERV-KI 02 AF164610 (1829) 

ENV GENOMIC FRAG. AF260253 (308) 
(2561) 





mmmwmmmmmmmMmmmii 



3TAS& 



GpADACTCCATn 
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(1) - - - 

(1) -- - --- - 

(1) -- - 

(1) - 

(121) 
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"1 240 

GI_4185940_EMB_CAA76880. 1_ (1) 

GI_418594 4_EMB_CAA76863.1_ (1) 

GI_4 18594 8_EMB_CAA768 86 . 1_ (1) _ ~~[ 

GI_5931706_EMB_CAB56604 . 1_ (l) "~" " 

ENV OF AB04724 0 (181) FYITHIRAHTNLPGPLTKANEQADLLVSSAFIKAQELLALTHVNAAGLKNKFDVTWKQAK 

TRANSLATION OF E207TOP-LINK (1) 

TRANSLATION OF ENV287-LINK (1) ~ 

TRANSLATION OF T20.22A-23 (1) - 

PGD-E1 (1) W\W 

PGD-E2 (1) --- 

PGD-E3 (1) 

CONSENSUS (181) 



241 



300 



GI_4185940_EMB_CAA7 6880.1_ (1) - __ 

GI_4185944_EMB_CAA76883 . 1_ (1) 

GI_418594 8_EMB_CAA76886 . 1_ (1) __ 

GI_5931706_EMB_CAB56604.1_ (1) - 

ENV OF AB047240 (241) DIVQHCTQCQVLHLSTQEAGVNPRGLCPNALWQMDGTHVPSFGRLSYVHVTVDTYSHFIW 

TRANSLATION OF E207TOP-LINK (1) 

TRANSLATION OF ENV287 -LINK (1) ~ 

TRANSLATION OF T20.22A-23 (1) - . 

PGD-E1 (1) --- -- __ 

PGD-E2 (1) 

PGD-E3 (1) _ 

CONSENSUS (241) 



G I_4 1 8 5 9 4 0_EMB_CAA7 6 8 8 0 . 1_ 
GI_4185944_EMB_CAA768 83 . 1_ 
G I_4 1 8 5 9 4 8_EMB_CAA7 6 8 8 6 . 1_ 
GI_5931706_EMB_CAB56604 . 1_ 
ENV OF AB047240 
TRANSLATION OF E207TOP-LINK 
TRANSLATION OF ENV2 87-LINK 
TRANSLATION OF T20.22A-23 
PGD-E1 
PGD-E2 
PGD-E3 
CONSENSUS 



301 360 

(1) - 

(1) 

(1) -- - - 

(1) - - — - 

(301) ATCQTGESTSHVKKHLLSCFAVMGVPEKI KTDNGPGYCSKAFQKFLSQWKISHTTGI PYN 

(1) - -- 

(1) - - _„ 

(1) -- 

(1) — 

(1) - 

(1) 

(301) 



GI_4 185 94 0_EMB_CAA7 6 8 8 0 . 1_ 
GI_4185944_EMB_CAA76883 ,1_ 
G I_4 18594 8_EMB_CAA768 8 6 . 1_ 
GI_5931706_EMB_CAB56604 .1_ 
ENV OF AB047240 
TRANSLATION OF E207TOP-LINK 
TRANSLATION OF ENV287-LINK 
TRANSLATION OF T20.22A-23 
PGD-E1 
PGD-E2 
PGD-E3 
•CONSENSUS 



361 v 420 
(!) " MQRKAPPRRRRHRNRAPLTHKMNKMVTSEEQMKL 

- - - - -MQRKAPPRRRRHRNRAPLTHKMNKMVTSEEQMKL 

(1) MQRKAPP RRRRHRNRAPLTHKMNKMVTS EEQM KL 

(361) SQGQAI VERTNRTLKTQLVKQKEGGDSKECTTPQMQLNLALYTLNFLNIYRNQTTTSAKQ 

(i) ZZZZIZIZIZZZIZZZIZ 

(1) MNP S EMQR KAPP RRRRHRNRAPLTHKMNKMVTS EEQMKL 

(i) - ZZZZIZZZZZZ 

(1) - --- 

(361) 



GI_4185 94 0_EMB_CAA76880 . 1_ 
G I_4 1 8 5 94 4_EMB_CAA7 6 8 8 3 . 1_ 
G I_4 1 8 5 9 4 8_EMB__CAA7 6 8 8 6 . 1_ 
GI_5931706_EMB_CAB56604 . 1_ 
ENV OF AB047240 
TRANSLATION OF E207TOP-LINK 
TRANSLATION OF ENV287-LINK 
TRANSLATION OF T20.22A-23 
PGD-E1 
PGD-E2 
PGD-E3 
CONSENSUS 



421 • 480 

(35) PSTKKAEPPTWAQLKKLTQLATKYLENTKVTQTPESMLLAALMI VSMWSLPMPAGAAAA 

(35) PS TKKAEP PTWAQL KKLTQLAT KYLENTKVTQT PE SMLLAALM I VSMWS L PM PAGAAAA 

(35) PSTKKAEPPTWAQLKKLTQLATKYLENTKVTQTPESMLLAALMIVSMVVSLPMPAGAAAA 

(1) - - 

(421) HLTG KKHS PHEG KL I WWKDNKNKTWE I G KVI TWGRG FAC VS PG ENQL P VW I PTRHLKF YN 

(1) - 

(1) 

(40) PSTKKAEPPTWAQLKKLTQIiATKYLENTKVTQTPESMLLAALMI VSMWSLPMPAGAAAA 

(1) 

(1) 

(1) - 

(421) 
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GI_418594 0_EMB_CAA768 80.1_ (95) 

GI_4185944_EMB_CAA76883.1_ (95) 

GI_4185 94 8_EMB_CAA76886.1_ (95) 

GI_5931706_EMB_CAB56604 . 1_ (1) 

ENV OF AB047240 (481) 

TRANSLATION OF E207TOP-LINK (1) 

TRANSLATION OF ENV287-LINK (1) 

TRANSLATION OF T20.22A-23 (100) 

PGD-E1 (1) 

PGD-E2 (1) 

PGD-E3 (1) 

CONSENSUS (481) 



481 

NYTYWAYVPFPP- 



NYTYWAYVPFPP- ffl 



EP IGDAKKRASTE 



54 0 

AVTWMDNPTEVYVNDSVWVPGPIDDRCPAKPEEEGMMINISIGY 
NYTYWAYVPFPP- ||RAVTWMDNP I EVYVNDS VWVPGPTDDHCPAKPEEEGMM INI S IGY 
WTWMDNPTEVYVNDSVWVPGPIDDRCPAKPEEEGMMINISIGY 
[■PVTWMDNP I EVYVNDS VWVPGPTDDRCPAKPEEEGMM INI S IGY 
?PVTWMDNPIEVYVNDSVWVPGPTDDRCPAKPEEEGMMINISIVY 



NYTYWAYVPFPP-||RAVTWMDNPTEVYVNDSVWVPGPIDDRCPAKPEEEGMMINISIGY 



LI VTWMDNP EVYVNDSVWVPGP DD CPAKPEEEGMMINIS I Y 



541 



GI_418594 0_EMB_CAA768 80 . 1_ 
GI_4185944_EMB_CAA76883 . 1_ 
GI_4 1 85 9 4 8_EMB_CAA7 6 8 8 6 . 1_ 
G I_5 93170 6_EMB_CAB5 6 6 04 . 1_ 
ENV OF AB047240 
TRANSLATION OF E207TOP-LINK 
TRANSLATION OF ENV287 -LINK 
TRANSLATION OF T20.22A-23 
PGD-E1 
PGD-E2 
PGD-E3 
CONSENSUS 



600 



(154) HYPPICLGRAPGC j M P AVQNWL VE VP TVS P I CR FTYHM VS GMSLRPR VN YLQD FS YQRS L 
(154) RYPPICLGRAPGC : MP AVQNWL VEVPTVS P I SR FT YHMVS GMS LRPR VN YLQD FS YQRS F 
(154) HYPPICLGRAPGC |MP AVQNWL VEVPTVS P I CR FT YHMVSGMS LR PR VNYLQD FS YQRS L 
(48) HYPPICLGRAPGC pAP AVQNWL VE VP TVS PNS RFT YHMVS GMS LR PR VNCLQD FS YQRS L 
(541) RY P P I CLGRAPGCgMP AVQNWL VEVPTVS PNS RFT YHMVSGMSLRPR VNYLQD FS YQRS L 



-FSYQRSL 



(1) 
(1) 

(159) HYPPICLGRAPGCfMPAVQNWLVEVPTVSPICRFTYHMVSGMSLRPRVNYLQD FSYQRSL 
(1) __ 

(1) -- - -- 



(541) YPPICLGRAPGCLMPAVQNWLVEVPTVSP RFTYHMVSGMSLRPRVN LQDFSYQRSL 



GI_418594 0_EMB_CAA768 80 . 1_ 
G I_4 1 8 5 9.4 4_EMB_CAA7 6 8 8 3 . 1_ 
G I_4 1 8 5 9 4 8_EMB_CAA7 6 8 8 6 . 1_ 
GI_5931706_EMB_CAB56604 . 1_ 
ENV OF AB047240 
TRANSLATION OF E207TOP-LINK 
TRANSLATION OF ENV287 -LINK 
TRANSLATION OF T2 0.2 2 A- 2 3 
PGD-E1 
PGD-E2 
PGD-E3 
CONSENSUS 



601 660 

(214) KFRPKGKPCPKEIPKESKNTEVLVWEECVANSAVILQNNEFGTIIDWAPRGQFYHNCSGQ 

(214) KFRPKGKPCPKEIPKESKNTEVLVWEECVANSAVILQNNEFGTIIDWAPRGQFYHNCSGQ 

(214) KFRPKGKPCPKEIPKESKNTEVLVWEECVANSAVILQNNEFGTIIDWAPRGQFYHNCSGQ 

(108) KFRPKGKTCPKEIPKGSKNTEVLVWEECVANSWILQNNEFGTIIDWAPRGQFYHNCSGQ 

(601) KFR P KGKP C P KE I P KE S KNT E VLVWEE C VANS A V I LQNNE FGT 1 1 DW AP RGQ F YHNCSGQ 

(8) KFRPKGKPCPKEIPKESKNTEVL 

(1) 

(219) K FR PKG KPC P KE I PKE S KNT E VLVWEE CVANS AVI LQNNE FGT 1 1 DW APRGQF YHNCS GQ 

(1) - -RPKGKPCPKEIPKESC 

(1) --- - 

(1) --- - 

(601) KFRPKGKPCPKEIPKESKNTEVLVWEECVANS VI LQNNE FGT I I DWAPRGQF YHNCSGQ 



GI_4185940_EMB_CAA76880.1_ (274) 

GI_4185944_EMB_CAA76883.1_ (274) 

GI_418594 8_EMB_CAA76886.1_ (274) 

GI_5931706_EMB_CAB56604.1_ (168) 

ENV OF AB047240 (661) 

TRANSLATION OF. E207TOP-LINK (31) 

TRANSLATION OF ENV287-LINK (1) 

TRANSLATION OF T20.22A-23 (279) 

PGD-E1 (17) 

PGD-E2 (1) 

PGD-E3 (1) 

CONSENSUS (661) 



661 720 
TQSCQSAQVSPAVDSDLTESLDKHKHKKLQSFYPWEWGEKGISTPRPKlgsPVSGPEHPE 
TQSCPSAQVSPAVDSDLTBSLDKHKHKKLQSFYPWEWGEKGISTPRPKlSsPVSGPEHPE 
TQSCPSAQVSPAVDSDLTESIiDKHKHKKLQSFYPWEWGEKGISTPRPKIKSPVSGPEHPE 
TQSCPSAQVSPAVDSDLTESLDKHKHKKLQSFYLWEWEEKGISTPRPKIffiSPVSGPEHPE 
TQSCPSAQVSPAVDSDLTESLDKHKHKKLQS FYPWEWGEKGISTPRPEl|s PVSGPEHPE 

- SDLTESLDKHKHKKLQSFYPWEWGEKGI 

TQSCPSAQVSPAVDSDLTESLDKHKHKKLQSFYPWEWGEKGISTPRPKlgs PVSGPEHPE 



TQSC SAQVSPAVDSDLTESLDKHKHKKLQSFYPWEWGEKGISTPRP IISPVSGPEHPE 



GI_4185940_EMB_CAA76880. 1_ (334) 

GI_4185944_EMB_CAA76883 . 1_ (334) 

GI_418594 8_EMB_CAA76886.1_ (334) 

GI_5931706_EMB_CAB56604 . 1_ (228) 

ENV OF AB047240 (721) 

TRANSLATION OF E207TOP-LINK (31) 

TRANSLATION OF ENV2 87-LINK (2 9) 

TRANSLATION OF T20.22A-23 (339) 

PGD-E1 (17) 

PGD-E2 (1) 

PGD-E3 (1) 

CONSENSUS (721) 



721 

LWRLTVASHHIR 
LWRLTVASHHIR 
LWRLTVASHHIR 
LWRLTVASHHIR 
LW -- 



WSGNQTLETRDR KP FYT I DLNS S 
WS GNQTLETRDR KP FYTVDLNS S 
WS GNQTLETRDRKP FYT I DLNS S 
WS GNQT LETR YRKP FYT I DLNS I 




780 

PYMLWGNIVIKP 
PPYMLWGNIVIKP 
PPYMLWGNIVIKP 
PYMLWGNIVIKP 



LWRLTV AS HH I R^W S GNQT LE TRDR KP FYT I DLNS S^TV PLQS C@KP PYMLWGN I V I KP 

" " LNSS@TVPLQSCgKPC - 

LW RI LNS LTVPLQSCVKP 
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GI_4185 94 0_EMB_CAA768 80.1_ (394) 

GI_4185944_EMB_CAA768 83 . 1_ (394) 

GI_418594 8_EMB_CAA768 86.1_ (394) 

GI_593170 6_EMB_CAB 56604. 1_ (288) 

ENV OF AB047240 (727) 

TRANSLATION OF E207TOP-LINK (31) 

TRANSLATION OF ENV287 -LINK (29) 

TRANSLATION OF T20.22A-23 (399) 

PGD-E1 (17) 

PGD-E2 (17) 

PGD-E3 (1) 

CONSENSUS (781) 



781 

dsqtitcencrlltcid| 
dsqtitcencrlltcid| 

DSQTITCENCRLLTCIE 
ASQTITCENCRLFTCIE 



840 

'fnIqhrillvraregvwipvsmdrpweaspsvhiltevlkg 
:fn|qhri llvraregvwi PVSMDRPWETS PS I htltevlkg 
^fnIqhrillvraregvwipvsmdrpweaspsvhiltevlkg 

IQHR I LL VRAREGMW I P VSTDRPWEAS PS I H I LTE I LKG 

^leIgleikl 



dsqtitcencrlltcid|tfn§qhri llvraregvwi PVSMDRPWEAS PS VHILTEVLKG 



DST W 



G I_4 1 8 5 94 0_EMB_CAA7 6 8 8 0 . 1_ 
GI_4 1 8 5 94 4_EMB_CAA7 6 8 8 3 . 1_ 
GI_4 185 94 8_EMB_CAA7 6 8 8 6 . 1_ 
GI_5931706_EMB_CAB56604 . 1_ 
ENV OF AB047240 
TRANSLATION OF E207TOP-LINK 
TRANSLATION OF ENV2 87 -LINK 
TRANSLATION OF T20.22A-23 
PGD-E1 
PGD-E2 
PGD-E3 
CONSENSUS 



841 900 

(454 ) VLNRSKR F I FTL I AV IMGL I AVTATAAVAGVALHS S VQS VNFVNDWQKNS TRLWNSQS S I 

(454 ) VLNRSKRF I FTL I AVI MGL I AVTATAAVAGVALHSS VQS VNFVNDWQKNS TRLWNS QS S I 

(454 ) VLNRSKRF I FTL IAVIMGL I AVTATAAVAGVALHSS VQS VNFVNDWQKNS TRLWNSQS S I 

(348 ) VLNR SKR F I FTL I A V I MGL I AVTATAAVAGVALHS S VQS VN FVNYWQKNS TRLWNS QS S I 

(739) --- 

(31) _ 

(29) --- -- - 

(459) VLNR S KR F I FTL I A V I MGL I AVTATAAVAGVALHS S VQS VN FVNDWQKNS TRLWNS QS S I 

(17) 

(17) 

(1) ___ __ __ __ 

(841) 



GI_4185940_EMB_CAA76880. 1_ 
GI_4 1 8 5 94 4_EMB_CAA7 6 8 8 3 . 1_ 
GI_4 1 8 5 94 8_EMB_CAA7 6 8 8 6 . 1_ 
GI_5931706_EMB_CAB56604 . 1_ 
ENV OF AB047240 
TRANSLATION OF E207TOP-LINK 
TRANSLATION OF ENV287 -LINK 
TRANSLATION OF T2 0.2 2 A- 2 3 
PGD-E1 
PGD-E2 
PGD-E3 
CONSENSUS 



901 960 

(514 ) DQKLANQINDLRQTVIWMGDRLMSLEHRFQLQCDWNTSDFCITPQIYNESEHHWDMVRRH 

( 514 ) DQKLANQ I NDLRQT V I WMGDRLMS LEHRFQLQCDWNTS D FS I T PQ I YNES EHHWDM VRRH 

(514) DQKLANQ I NDLRQTV I WMGDRLMS LEH RFQLQCDWNTS D FC I T PQ I YNE S ELHWDMVRRH 

(408) DQKLASQINDLRQTVIWMGDRLMTLEHHFQLQCDWNTSDFCITPQIYNESEHHWDMVRRH 

(739) --- --- .__ 

(31) --- 

(29) 

(519) DQKLANQ I NDLRQTV I WMGDRLMS LEH RFQLQCDWNTS D FC I T PQ I YNE S EHHWDMVRRH 

(17) --- _ 

(17) 

(1) 

(901) 



GI_4 1 8 5 94 0_EMB_CAA7 6 8 8 0 . 1_ 
GI_4 1 8 5 94 4_EMB_CAA76 8 8 3 . 1_ 
GI_4 1 8 5 9 4 8_EMB_CAA7 6 8 8 6 . 1_ 
GI_5931706_EMB_CAB56604 . 1_ 
ENV OF AB047240 
TRANSLATION OF E207TOP-LINK 
TRANSLATION OF ENV287-LINK 
TRANSLATION OF T20.22A-23 
PGD-E1 
PGD-E2 
PGD-E3 
CONSENSUS 



961 1020 

(574 ) LQGREDNLTLDISICLKEQIFEASKAHLNLVPGTEAIAGVADGIJiNI^PVTWKTIGSTTI 

(574) LQGR ED NLTLD I S KLKEQ I F EAS KAHLNL VPGTEA I AGV ADGLANLN P VTWVKT I GSTTI 

(574) LQGREDNLTLD I S KLKEQ I FEASKAHLNL VPGTEAI AG VADGLANLN P VTWVKT I GSTT I 

(468) LQGREDNLTLD I S KLKEQ I FEAS KAHLNLVPGTEAI AG VADGLANLNP VTW I KT I RSTM I 

(739) -- - 

(31) — _ 

(29) - -- 

(579) LQGREDNLTLDISKLKEQIFEASKAHLNLVPGTFJVIAGVADGLANLNPVTWVKTIGSTTI 

(17) - _ 

(17) _ __ _ _. 

(1) - - 

(961) 
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GI_418594 0_EMB_CAA76880. 1_ (634) 

GI_4185944_EMB_CAA76883.1_ (634) 

GI_4185948_EMB_CAA76886.1_ (634) 

GI_5931706_EMB_CABS6604.1_ (528) 

ENV OF AB047240 (739) 

TRANSLATION OF E207TOP-LINK (31) 

TRANSLATION OF ENV287-LINK (29) 

TRANSLATION OF T20.22A-23 (639) 

PGD-E1 (17) 

■ PGD-E2 (17) 

PGD-E3 (1) 

CONSENSUS (1021) 
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I NL I L I LVCL FCLLLVCRCTQQLRRD S DHR E RAMMTMA VLS KRKGGNVGKS KRDQ I VTVS V 
I NL I L I L VCL FC LLL VCRCTQQLRRDS DHRERAMMTMAVLS KR KGGNVGKS KRDQ I VTVS V 
INLI LI LVCLFCLLLVCRCTQQLRRDSDHRERAMMTMAVLS KRKGGNVGKS KRDQI VTVS V 
INLILIWCLFCLLLVCRCTQQLRRDSDIENGP 



INL I L I LVCL FCLLLVCRCTQQLRRD S DHR E RAMMTMA VLS KR KGGNVGKS KRDQ I VTVS V 



- RCTQQLRRDSDHRERA- 
RCTQQLRRDSD 



